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Monitoring viral infection after allogeneic stem
cell transplantation–single center experience
A. Tanase ∗, A. Colita, C. Orban
Fundeni Clinical Institute, Bucharest, Romania
Background: Viral infections after stem cell transplant are less
frequently reported compared to bacterial or fungal infections, but
usually are more severe and associated with high mortality.
Methods & Materials: This study analyzes the incidence and
outcome of viral infections and correlation with immunosuppress-
ive therapy in 67 patients (13 children and 54 adults) receiving
allogeneic stem cell transplantation and evaluated in BoneMarrow
Transplant center, Fundeni Clinical Institute, Bucharest. Standard
prophylactic treatment was Acyclovir 1000mg per day during
transplant procedure and 180 days after allogeneic HSCT. We
assessed–patient and donor CMV, EBV status before allogeneic
HSCT. All patients were monitorized with RT-PCR for CMV, EBV,
ADV, VZV, HSV-1, HHV-6, HHV-8 and with Nested PCR for JCV, BKV
ﬁrst year after allotransplant.
Results: The viral diagnosis showed 13 pediatric cases (7
reactivation of CMV, 3 CMV disease, 1 EBV reactivation, 1 HHV-
6 encephalitis, 2 polyomavirus cystistis) and 15 adult cases (11
reactivation of CMV, 2 with EBV reactivation and 2 with BK virus).
5 of 18 patients developed primary CMV infection. 14 from 28
patients had a positive PCR viral load in ﬁrst 180 days after allo-
geneic HSCT. 20 patients from 28 associated clinical signs of acute
or chronic GVHD.
Conclusion: The most severe clinical aspects have been asso-
ciated with severe immunosupresion for GVHD. Early detection of
viral infection and appropriate treatment are very important fac-
tors for outcome.
http://dx.doi.org/10.1016/j.ijid.2014.03.1343
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Identiﬁcation of a new APMV isolate in Ukraine
B. Stegniy1, A. Gerilovych1,∗, O. Solodiankin1, V.
Bolotin1, A. Stegniy1, D. Muzyka1, C. Afonso2
1 National Scientiﬁc Center Institute of Experimental
and Clinical Veterinary Medicine, Kharkiv, Ukraine
2 Southeast Poultry Research Laboratory, Athens, USA
Background:Up today there are12 serologically different types
of avian paramyxovirus. Full genome sequences of almost all of
them were published in GenBank. In this study molecular-genetics
examinations of new unknown APMV isolate were done.
Methods & Materials: APMV isolate was obtained in 2011
from cloacal swabs of goose (Anser albifrons) and marked as
APMV/white-fronted goose/Ukraine/2011. Serological examina-
tion of new isolate was provided using monoclonal antibodies
in haemagglutination-inhibition tests against APMV1-9.Total RNA
from the isolate was obtained using TRI Reagent. RT-PCR, cloning
into TOPO and plasmid puriﬁcation, sequencing and phylogenic
analysis were done as described previously (Diel DG et al., 2011).
Results: As the results obtained isolate showed cross reactions
with APMV7. Using random DNA library it was found 3 regions,
which could identify by BLAST. The ﬁrst region with the length
of 367bp had 70% nucleotide sequence identity to the APMV 12
isolate Wigeon/Italy/3920 1/2005 at genome position 2419-2784.
Next region (344bp) had 66% identity to the same APMV 12 isolate
at position 4760-5103. The last region (365bp) showed 71% iden-
tity to Newcastle disease virus strain M4 at position 12569-12928.
This high divergence from the currently known APMV allows us to
make the assumption that this isolate might be a new serotype of
APMV, but it needs to obtain full genome-sequencing and detailed
study of the biological properties of the virus.
Conclusion: According to the obtained results we have con-
ﬁrmed circulation of new unknown APMV in wild birds on the
territory of Ukraine. Obtained isolate showed moderate similarity
to APMV 12 and APMV 1.
http://dx.doi.org/10.1016/j.ijid.2014.03.1344
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Hepatitis B vaccine knowledge and uptake
among medical students in Cameroon
N.J.R. Nansseu1,∗, N.J.J. Noubiap2
1 Mother and Child Centre, Yaounde, Cameroon
2 Edea Regional Hospital, Edea, Cameroon
Background: Hepatitis B virus (HBV) is the most contagious
blood borne pathogen. The risk of occupational exposure to HBV
among health care workers is a major concern, especially among
medical trainees. In this study, we describe the knowledge of risk
factors for HBV infection, history of accidental exposure to blood,
awareness of HBV vaccine and the vaccination status among med-
ical students in Cameroon.
Methods & Materials: In April 2012, a cross-sectional survey
was carried out using a pretested self-administered questionnaire
among 111 medical students
Results: Sixty-two students (55.9%) had had at least one acci-
dental exposure to blood since the beginning of their medical
training, with a median of 2 (IQR, 1-3) exposures. There was a good
knowledge of the risk factors for HBV infection and awareness of
HBV vaccine among participants. However, only 20 (18%) partici-
pants had completed the three doses of primary HBV vaccination.
Furthermore, only 2 of the 20 (10%) adequately vaccinated par-
ticipants had a post-vaccination test to conﬁrm a good immune
response and thus an effective protection against HBV infection.
The main reason for not being vaccinated was lack of money to
pay for the vaccine (45.6%). Forty seven (42.3%) participants had
been sensitized by their training institutions about the importance
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of HBV vaccination. These were more likely to be vaccinated com-
pared to those who had not been sensitized (p<0,001).
Conclusion: There is a high rate of accidental exposure to blood
and a very low HBV vaccination uptake among medical students in
Cameroon, leading to ahighoccupational risk ofHBV infection.HBV
vaccination should be strongly recommended for medical students
and the vaccine made available free of charge at the beginning of
their training
http://dx.doi.org/10.1016/j.ijid.2014.03.1345
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Exploring the evolution of ﬁloviruses in vitro
L.E. Avena ∗, K.J. Alfson, M.W. Beadles, A. Grifﬁths
Texas Biomedical Research Institute, San Antonio,
USA
Background: Filoviruses arenegative senseRNAviruses that are
highly pathogenic in both humans and non-human primates. They
have a mortality rate of up to 90% and study of infectious virus
requires BSL-4 containment. We have performed experiments to
show that ﬁloviruses are highly mutable and have mutation rates
similar to other negative sense RNA viruses. Consequently, at the
sequence level, ﬁloviruses appear to exist as populations of highly
related but not identical variant populations.
Methods & Materials: To ask if the mutability resulted in geno-
typic and phenotypic changes following growth in cell culture, we
serially passaged Ebola virus, Sudan virus, and Marburg virus from
passage 2 through 18 in Vero E6 cells. At each passage viruses were
subjected to deep sequencing to determine consensus sequence
changes in addition to changes in minor populations.
Results: Interestingly, the pattern of the observed changes was
different for each of the viruses. In parallel, experiments were per-
formed to investigate the effects of passages on growth kinetics and
plaque morphology. Overall, we have observed changes in genome
sequences during passages and it is likely that these changes can
be correlated to phenotype and function.
Conclusion: Our data suggest that ﬁloviruses can rapidly adapt
to new selection pressures. This could have major implications for
future ﬁlovirus research on emergence, virulence, drug-resistance,
and vaccine development.
http://dx.doi.org/10.1016/j.ijid.2014.03.1346
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Human papillomavirus 16 variants and their
association with cervical lesion in multiple
infections
N. Fontecha1, M. Basaras2,∗, E. Arrese2, S.
Hernaez3, D. Andia3, V. Esteban3, R. Cisterna4
1 University of Basque Country, Leioa, Spain
2 University of Basque Country, Bilbao, Spain
3 Basurto Hospital, Bilbao, Spain
4 Basque Country/Basurto Hospital, Bilbao, Spain
Background: Human papillomavirus (HPV) infection is the pri-
mary cause of cervical cancer and HPV 16 and 18 estimate 70% of
it.
E6 and E7 genes are used to describe variants and the expression
of these genes from high risk HPV induces cellular immortalisation
and transformation.
The aim of our studywas to characterize the genomic variability
of E6, E7 and L1 genes in HPV 16multiple infection patient samples
and analyze the relationship between intratypic variants and lesion
grade.
Methods & Materials: Samples were analyzed by Clinical
Microbiology and Infection Control Department from2007 to 2013.
Three region type-speciﬁc primers were used to amplify HPV
16 multiple infection samples and the fragments were sequenced
using the “Big Dye Terminator Cycle Sequencing kit”.
HPV sequences were aligned and compared to prototype using
Chromas Lite and Clustal W: European (E), African (AF) and Asian-
american (AA).
Phylogenetic trees were built using Maximum likelihood
method implemented in MEGA software.
Lesions were categorized into three categories: negative (no
lesion was found), low- or high-grade lesion.
Results: HPV 16was detected in 151 samples and 86.7% of them
were European, 7.9% Asian- american and 5.3% African. Among
women, European variants mean age was 29.3 years, whereas in
non-European variants average age was 40.5 (AF) and 36.6 (AA).
Genome variations such as A104del, T109C, A131G, G132C,
G145T, T286A, A289G, C335T, T350G, A532G, G6690A, T6693C,
G6719A, A6803T, C6852T, C6863T, 6902insAT, 6902insATC and
GAT6949del had as a result missense mutations whereas T732C,
T789C, T795G, G849A and T921C changes lead to silent mutations.
Phylogenetical analysis showed European and Non-European
separated branches.
High grade lesions were more related to African and Asian-
Amerindian variants.
Conclusion: European variants are more usual in our country.
Non-european variants are found in older women.
Nucleotide substitutions in E6, E7 and L1 genes discriminate
among E, AA and AF variants which have as a result distinct
branches in phylogenetic tree.
Nucleotide variations may inﬂuence viral persistence and pro-
gression to cancer and consequently non-european variants and
coinfections should be considered.
